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SUMMARY 
Although there are various checklists of Italian mammals, there is not yet a synthesis of those mammals 
that are endemic to Italy. Therefore, we provide for the first time a detailed review on Italian mammal 
endemic species including endemic taxa deserving additional studies. This review is based on the most 
recent taxonomic revisions obtained using Scopus and Google Scholar databases. We also considered 




The terrestrial world was sub-divided into 14 
biomes, and one of these corresponds to the 
“Mediterranean Forest, Woodlands and Shrub” 
(Olson et al. 2011) to which Italy belongs. A high 
proportion of Mediterranean animals are unique in 
this biome, with a quarter of mammal species being 
endemic (Cuttelod et al. 2008, Maiorano et al. 
2013). 
According to Bilton et al. (1998) 
Mediterranean peninsulas can be considered areas 
of endemism, in particular for small mammal 
populations, because they may represent long-term 
isolates undergoing allopatric speciation. 
Italy is one of the European countries with 
the highest species richness and endemism (Minelli 
et al. 2006). In the past, different checklists of 
species of Italian mammals have been published, 
which also included the endemic species (e.g. 
Amori et al. 1993, Amori et al. 1999). However, an 
exclusive work on endemic species has never been 
produced. Therefore, the aim of this work is to 
provide for the first time a detailed review on Italian 
mammal endemic species including endemic taxa 
deserving additional studies. 
An updated checklist of the Italian endemic 
mammals seems necessary to incorporate some 
recent taxonomic revisions and also because 
previous lists include different numbers of endemic 
species (e.g., Amori et al. 1993: n = 4, Amori et al. 
1999: n = 5, Carpaneto and Vigna Taglianti 2009: n 
= 9). 
In particular, the most recent checklist of 
Italian mammals published by Gippoliti (2013) was 
produced by strictly applying a phylogenetic species 
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concept, i.e. by considering “good species” all the 
formerly described subspecies for which the genetic 
data (mainly mtDNA data) showed some level of 
divergence. For this reason, the number of endemic 
species in Gippoliti (2013)’s review results 
considerably higher than in other lists with 24 
endemic/near endemic taxa reported. 
 
METHODS 
This review is based on peer reviewed literature 
data included in the Scopus and Google Scholar 
databases. Since almost all the recent taxonomic 
decision taken for European species of mammals 
arose from genetic information, the search criteria to 
query the database include different combinations of 
four keywords: “mtDNA”, “mammal”, “Italy”, 
“phylogeography”. We considered only mammal 
species whose taxonomic status is explicitly 
reported in the recent literature (search period from 
2009, date of publication of the checklist of 
Carpaneto and Vigna Taglianti (2009), to November 
2017). We adopted the following terminology for 
the different terms of endemism: “endemic species” 
as those species that are clearly settled within the 
Italian borders; “near-endemic species” as those 
species that have (or may have) a small portion of 
their range outside the Italian borders. Moreover, 
we reviewed also taxa that, considering the data at 
hand, could be considered good species but that 
deserve additional studies (“candidate endemic 
species”) and taxa historically considered 
problematic in terms of taxonomic definition (“cold 
cases”).  
Species representing long evolutionary 
history are considered to deserve particular interest 
in conservation concern in comparison with species 
belonging to young lineages and thus representing 
shorter evolutionary history. In fact, the spatial 
extension of the range of endemic species alone (i.e. 
its size) ignores the substantial evolutionary and 
conservation implications that arise from the 
evolutionary distinctiveness of species (Mace et al. 
2003; Redding and Moore 2006; Rosauer and Jetz 
2015). Thus, we also extracted the age of endemic, 
near-endemic and candidate endemic species from 
published molecular phylogenetic/phylogeographic 
studies as the divergence time of the split between 
the endemic taxon and its sister species/group. We 
used phylogenies of single genera instead of multi-
species supertrees (e.g. Bininda-Emonds et al. 2007) 
because many endemic species have been only 
recently elevated to species rank and are not 




Lepus corsicanus De Winton, 1898. This species is 
distributed in south-central Italy (the northern limit 
being marked by Elba Island on the Tyrrhenian 
coast and the province of Foggia on the Adriatic 
coast) and Sicily (Fig. 1). Sicilian populations show 
a genetic differentiation (mtDNA), probably due to 
isolation (Mengoni et al., 2015). It was also present 
in Corsica, where it was introduced by man in 
historical times (Scalera and Angelici 2002). This 
species shows a close genetic affinity (Alves et al. 
2008, Melo-Ferreira et al. 2012) and niche 
similarities (Acevedo et al. 2014) with L. 
castroviejoi (Iberian peninsula). Thus, the 
conspecifity with this latter taxon has been 




Figure 1. Distribution map of Lepus corsicanus 
(redrawn from Angelici and Spagnesi 2008). 
 
Microtus nebrodensis (Mina-Palumbo, 
1868). It is a Sicilian endemic, widespread across 
the entire island (Fig. 2) and locally considered a 
pest (Ranchelli et al. 2016). It seems to be missing 
from the slopes of Etna. Castiglia et al. (2008) 
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suggested a possible specific status of the Sicilian 
Microtus, then they confirmed this in further papers 
based on molecular genetics, karyotypic and 
morphological studies (Gornung et al. 2011, Bezerra 
et al. 2016). The split of this species with the other 
species of the complex, M. savii and M. 
brachycercus, dated about 1.81 million years ago 




Figure 2. Distribution map of Microtus 
nebrodensis (redrawn from Bezerra et al. 2016). 
 
Microtus brachycerchus (von Lehmann, 
1961). This species was formerly believed to occur 
only in the Calabrian Peninsula. However, mtDNA 
hapotypes belonging to this species showed that its 
northernmost limit is much further to the north in 
central Italy (Fig. 3) (Castiglia et al. 2008, Bezerra 
et al. 2016). Its species status is supported by 
chromosomal and hybridological data (Galleni et al. 
1994). Genetic divergence with the sister species, 
M. savii, dated about 1.03 MYA (Tougard 2017). 
Sciurus meridionalis Lucifero, 1907. On the 
basis of genetic and morphological data, the 
subspecies Sciurus vulgaris meridionalis was 
elevated to the rank of species (Wauters et al. 2017). 
The range of this taxon is restricted to Calabria and 
Basilicata regions (Fig. 4). Middle Pleistocene (0.7 
MYA) is the divergent time since its separation 
from Sciurus vulgaris (Grill et al. 2009). 
 
 
Figure 3. Distribution map of Microtus 





Figure 4. Distribution map of Sciurus meridionalis 
(redrawn from Wauters et al. 2017). 
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Dryomys aspromontis Von Lehmann, 1964. 
Previous studies did not show substantial 
cytogenetic and morphometric differences between 
the disjoined population of Calabria with those of 
the Alps (Civitelli et al. 1995, Filippucci et al. 
1995). Recent molecular studies (Bisconti et al. 
2017) have shown that the subspecies of Calabria D. 
nitedula aspromontis (see distribution in Fig. 5) is a 
deeply divergent evolutionary lineage representing a 
new endemic taxon to Italy. The high genetic 
divergence is not limited to mtDNA but extends to 
four nuclear loci. Moreover, the Calabrian taxon is 
characterized by a distinct fur colour. Therefore, the 
authors suggest this Calabrian subspecies may be 
elevated to species level Dryomys aspromontis. The 
amount of sequence divergence suggested a 
divergence time between the Calabrian and north 
Italian population around one million years ago (i.e. 




Figure 5. Distribution map of Dryomys 
aspromontis (redrawn from Capizzi and Filippucci 
2008). 
 
Sorex samniticus Altobello, 1926. This 
species is distributed along the Apennine chain 
down to Calabria (Fig. 6). It is morphologically very 
similar to the sympatric S. antinorii with which it 
was believed to be conspecific (Brünner et al. 
2002). Its species status was first supported by a 
different karyotype respect to the one found in 
Sorex antinorii (Graf et al., 1979). Moreover, 
molecular phylogenetic analysis demonstrated its 
phylogenetic distinctiveness respect to all the other 
Sorex species (Yannic et al. 2008). Divergence time 




Figure 6. Distribution map of Sorex samniticus 
(redrawn from Nappi and Aloise 2008). 
 
Sorex arunchi Lapini and Testone, 1998 
(invalidaded). This species was described by Lapini 
and Testone (1998) on the basis of morphological 
differences. However, mtDNA studies (Yannic et 
al., 2012) did not support a genetic distinction with 
S. antinorii and pointed out that the two taxa are 
conspecific. 
Talpa romana Thomas, 1902. This species 
is distributed in southern and central Italy (Fig. 7), 
where it co-occurs with T. europaea. Divergence 
time with the sister species, T. caeca, dated back 
3.75 MYA (Colangelo et al. 2010). 
Plecotus sardus Mucedda et al. 2002. This 
is the only bat species endemic to Italy (Mucedda et 
al. 2002). Its specific distinction was supported by 
morphology and high mtDNA divergence (Mucedda 
et al. 2002). It is found only in few localities in 
Sardinia (Fig. 8). The time of divergence of the split 
with P. auritus dates back to 2.68 MYA (Kiefer 
2007). 
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Figure 7. Distribution map of Talpa romana 





Figure 8. Distribution map of Plecotus sardus 
(data from Mucedda et al. 2002). 
 
Near-endemic species 
Crocidura sicula Miller, 1901. This species is 
endemic to Sicily, surrounding islands (Ustica, 
Gozo, and the Egadi islands) (Fig. 9) and Malta. 
However, it may be extinct on the island of Malta, 
where it is known only from subfossil remains 
(Vogel 1999). Recently this species was recorded in 
the Comino Island (Maltese Archipelago) (Aloise et 
al. 2011). Divergence time between C. sicula and 
the sister species C. canariensis was estimated to be 




Figure 9. Distribution map of Crocidura sicula 
(redrawn from Sarà 2008). 
 
Sorex antinorii Bonaparte, 1840. This 
species occurs in northern, central, southern Italy 
(Fig. 10), and marginally in southern Switzerland 
and western France (Brünner et al. 2002), even if 
during the Last Glacial Maximum S. antinorii was 
apparently restricted to the Italian Peninsula 
(Yannic et al., 2012). Sorex antinorii was previously 
considered a chromosomal race of Sorex araneus. 
Then, species status was suggested following a 
detailed analysis of the hybrid zone with S. araneus 
(Brünner et al. 2002). The events that separated S. 
antinorii and S. araneus would have occurred 
around 0.27 MYA in the middle Pleistocene 
(Yannic et al. 2008). 
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Figure 10. Distribution map of Sorex antinorii 





Figure 11. Distribution map of Microtus savii 





Figure 12. Distribution map of Arvicola italicus 
(redrawn from Cagnin 2008). 
 
Microtus savii (de Selys Longchamps 
1838). This species is found throughout northern 
and central Italy (with the exception of the extreme 
north-east) (Fig. 11) and it occurs marginally in 
southern Switzerland. The southernmost distribution 
limits required additional studies because the 
species may be replaced in central Italy by M. 
brachycercus (Castiglia et al. 2008, Ranchelli et al. 
2016). This species resulted karyotypically different 
from M. brachycercus and male hybrids between 
the two species are steriles (see account for the 
sister species M. brachycercus). The divergence 
time with its sister species M. brachycerucs is 1.03 
MYA (Tougard 2017).  
Arvicola italicus Savi, 1838 The genus 
Arvicola recently underwent molecular studies that 
have highlighted the inadequacy of the current 
taxonomy (Krystufek et al. 2015, Castiglia et al. 
2016). These studies agreed that A. ambiphius s.l. 
includes three distinct mitochondrial lineages. One 
of these lineages is settled along all the Italian 
peninsula and includes aquatic and fossorial forms 
(previously considered belonging to A. scherman) 
(Fig. 12). Given the high mtDNA divergence and 
the results of previous investigations on allozymes 
and hybrid fertility (reviewed in Castiglia et al. 
2016) it was suggested that the Italian water voles 
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belong to a distinct species, Arvicola italicus Savi, 
1838. The species range would be also outside the 
Italian political borders. In fact, an mtDNA 
haplotype belonging to this Italian lineage was 
found in southern Switzerland (Brace et al. 2016). 
Thus, this species should be considered as near-
endemic.  
 
Candidate endemic species 
Myodes glareolus. Recent molecular data strongly 
support that the Calabrian populations of M. 
glareolus may represent a distinct species 
(Colangelo et al. 2012a). This interpretation is 
supported by its phylogenetic position and 
mitochondrial DNA distinctiveness respect to all the 
other M. glareolus populations distributed in Europe 
and central and northern Italy (Colangelo et al. 
2012a, Filipi et al. 2015). The available name for 
the Calabrian population would be Myodes 
hallucalis (Thomas, 1906) (Gippoliti, 2013). 
Molecular clock suggests a divergence of the 
Calabrian lineage that can be set around 0.79 MYA 
(Colangelo et al. 2012a). 
Talpa caeca. Recent genetic molecular 
studies found that T. caeca has segregated into an 
Italian and a Balkan lineage (Bannikova et al. 
2015). The taxonomic status of these lineages 
deserves additional studies considering the observed 
chromosomal difference relative to the general 
conservation of karyotype in the genus (Gornung et 
al. 2008). The time of divergence between the two 
T. caeca lineages (about 1 MYA) is close to the 
maximum limit of intraspecific divergence in the 
genus Talpa (Bannikova et al. 2015). 
Myotis nattereri. A central and southern 
Italian population of this species comprises a highly 
divergent mtDNA lineage which may represent an 
additional undescribed species (Galimberti et al. 
2012). Divergence with other populations settled in 
northern Italy, Spain and France dates back to 0.43 
MYA (Middle Pleistocene) (Salicini et al. 2013). 
Apodemus sylvaticus (Sicily). On the basis 
of genetic analyses (Michaux et al. 2003), the 
Sicilian population of Apodemus sylvaticus 
represents an old lineage that could have survived 
elsewhere in southern Italy and entered in Sicily 
during the last glaciation, 70 000 years ago where it 
remained isolated without contact with other 
continental populations. Therefore, the Sicilian 
population of A. sylvaticus appears to be genetically 
very differentiated (but not cytogenetically, 
Gornung et al. 2009) and highly variable respect to 
other populations of this species. 
Muscardinus avellanarius. Mouton et al. 
(2017) identified two highly divergent lineages of 
Muscardinus avellanarius respectively distributed 
in western and central-eastern Europe and Anatolia. 
Moreover adopting several species definitions and 
methods the number of species can be between one 
and 10 (Mouton et al. 2017). One of this putative 
species is an Italian endemic diverging 3.5 MYA 
from western European populations. If confirmed, 
the subspecies Muscardinus avellanarius speciosus 
Dehene, 1855 described for central and southern 
Italy and Sicily could be elevated to species rank. 
Sorex minutus. According to Vega et al. 
(2010) the peninsular Italian populations of Sorex 
minutus are genetically different from European 
ones, with a divergence time around 0.8 MYA. 
Moreover, the most southern populations also show 
a differentiation in the form of the jaw. These 
populations were in the past assigned to a different 
subspecies, S. minutus lucanius Miller 1909. These 
data suggest that Italian pygmy shrew forms, at 
least, a different ESU (Evolutionary Significant 
Unit) (Moritz, 1994) distinct from the European S. 
minutus minutus. 
Glis glis. Hürner et al. (2010) identified 
three main haplogroups of Glis glis using mtDNA. 
One corresponding to the western, central and 
eastern European populations and two in the Italian 
peninsula namely in Calabria region and Sicily. Lo 
Brutto et al. (2011) studied in more detail the Italian 
populations confirming the substructure of the 
southern and Sicilian populations, aiming further 
studies especially for the island populations. We 
believe that no taxonomic decision can be made 
before additional studies based on nuclear loci and 
morphometry will be available. 
 
Cold cases 
Here, we discussed the “cold cases”, as television 
series about crime, those species with unresolved 
taxonomy but that there is suspicion that they could 
be (or not) endemic taxa.  
Ursus arctos marsicanus Altobello, 1921. 
This Appennine endemic subspecies appears to be 
deeply distinct from the other European populations 
from a morphological point of view (Colangelo et 
al. 2012b), while showing a genetic affinity between 
the remnant and isolated population of the other 
southern European populations (Swenson et al., 
2011). However, Benazzo et al. (2017) on the basis 
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of genomic analyzes have indicated a separation of 
the Apennine bears, from the rest of the other bear 
populations, of about 1500 years. The authors 
conclude that Apennines bear population represents 
a divergent evolutionary lineage. 
Rupicapra pyrenaica ornata Neumann, 
1899. Rupicapra pyrenaica is divided into three 
subspecies, R. pyrenaica pyrenaica (Pyneeres, 
Spain), R. pyrenaica ornata (Apennines, Italy), R. 
pyrenaica parva (Cantabrians, Spain). A subspecies 
status of the Apennine population is reported in 
recent literature (e.g. Rodriguez et al. 2010) and 
also by Italian researches (Corlatti et al. 2011). Only 
Groves and Leslie (2011) consider all the 
subspecies at the species rank then reporting 
Rupicapra ornata as a monotypic, endemic species 
to the Abruzzi Apennines.  
Cervus elaphus corsicanus Erxleben, 1777. 
The Sardinian population of Cervus elaphus, 
described as the subspecies Cervus elaphus 
corsicanus, has been considered as a good species 
by Groves and Grubb (2011). In a recent paper 
Doan et al. (2017) identifies a unique lineage now 
extinct for the Italian peninsula, but that was 
introduced in historical times in Sardinia (Vigne, 
1992). The same Italian lineage was found by Doan 
et al. (2017) also in Switzerland, Hungary and 
Bulgaria probably as evidence of a wider 
distribution of this lineage or due to translocations 
of game animals. Doan et al. (2017) found that also 
the population of Mesola is genetically distinct and 
hence hypothesized two native lineages for Italy. 
Capra aegagrus Erxleben, 1777. Even if 
some authors recognize some morphological 
peculiarities of Capra aegagrus of the Montecristo 
Island (cf. Masseti 2016), according to Weinberg et 
al. (2008) this population should be considered 
introduced by humans from feral populations of 




The presented checklist of Italian endemic species 
of mammals includes twelve endemic/near-endemic 
species. This number of species is higher than 
previous available checklists, with the exception of 
Gippoliti (2013) who listed 24 Italian endemic/near-
endemic species by applying a phylogenetic species 
concept. Even when Gippoliti’s (2013) list has the 
merit of representing a starting point for future 
studies, here we preferred to apply a more 
conservative approach considering as valid only 
those species that have been explicitly reported and 
published in peer-reviewed articles. 
Even using our more conservative approach, 
the presented list includes more species than 
previous ones and also in comparison with the red 
list of the IUCN in which there are 6 endemic 
mammal species only (1 rodent, 3 soricids and 2 
bats) (Rondinini et al. 2013). 
The difference between our list and others is 
mainly due to the inclusion of species derived from 
the recent elevation at the species rank of 
populations formerly considered subspecies 
(Microtus nebrodensis, Sciurus meridionalis, 
Arvicola italicus). 
The locations of the individual ranges of the 
identified endemic/near endemic species have 
different characteristics. Only three endemic species 
can be found in northern Italy while the largest 
number of endemic species (eight) occurs in 
central/southern Italy. Therefore, this latter region 
represents an important area of endemism for 
mammals in the country. This is an expected result 
considering the well-known role of southern Italy as 
refugial areas for many terrestrial vertebrates (Vega 
et al. 2010). 
Despite the general uncertainties in the 
estimation of divergence time from molecular based 
phylogenies, it results by our literature review that 
the origin of the endemic and near endemic species 
can be safely dated back to the Middle Pleistocene 
and Pliocene (Tab. 1). Older species result to be the 
soricomorph Sorex samniticus and Talpa romana, 
and the two insular endemics: the bat Plecotus 
sardus and the soricomorph Crocidura sicula. It 
should be considered that the southernmost part of 
Italy, including Sicily and Sardinia, constitute for 
some xerophilic species a particular favorable area 
not only during interglacials but even during glacial 
maxima when a strong sea level decrease occurred 
(as much as 120–135 m) leading to the increase of 
the Mediterranean coastal plains and favoring the 
formation of new suitable habitats with consequent 
population expansions (Bisconti et al. 2011; 
Senczuk et al. 2017). This could have allowed the 
survival of some old mammal endemic species as 
well as for other paleoendemic vertebrates across 
different climatic oscillations in those southern 
areas of the country. 
Candidate endemic species of mammals are 
of more recent origin than strict Italian endemics, 
being all originated during the Early to Middle 
Pleistocene. One exception is constituted by the 
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Italian lineage of Muscardinus avallanarius whose 
divergence time dates back to the Pliocene. 
 
Holocene endemic extinct species and the future of 
Italian endemic mammals 
The list of the Italian endemic species that went 
extinct during the Holocene (Turvey 2009) can be 
found in Table 2. It is evident from this list that the 
species belonging to the orders Rodentia, Primates, 
and Artiodactyla were more prone to becoming 
extinct in comparison with those belonging to the 
orders Chiroptera and Carnivora, which were less so 
(Amori et al. 2014). 
In Italy, endemic species that have become 
extinct during the Holocene belong almost 
exclusively to Rodentia and Soricomorpha island 
species (Turvey 2009). This pattern is also found in 
the Mediterranean basin where extinctions involve 
almost always island small mammals. One 
exception is Cyprus islands where two large 
mammals went extinct Elephas cypriotes 
(Proboscidea) and Phanourios minor (Artiodactyla) 
(Turvey 2009). 
More generally, the majority of mammalian 
extinctions, from the last 400 years to those 
occurring during the last few decades, are of small-
bodied species (cf. Krystufek et al. 2009). This 
urges us to pay more attention to the endemic 
species of small body size because they are more 
prone to extinction. This is particularly important 
because, among mammals, the small body species 
are the ones that receive less attention in 
conservation actions (Amori and Gippoliti 2000). 
 
Table 1. Distribution and origin of the endemic and near endemic species to the Middle Pleistocene and 
Pliocene based on phylogenetic studies applying a molecular clock. 
 




Italy Sicily Sardinia Time (MYA) - Epoch 
Endemic 
    Lepus corsicanus  X X X  - 
    Microtus nebrodensis    X  1.81 - Early Pleistocene 
    Microtus brachycerchus  X X   1.03 - Early Pleistocene 
    Sciurus meridionalis   X   0.7 - Middle Pleistocene 
    Driomys aspromontis   X   1.0 – Early Pleistocene 
    Sorex samniticus X X X   3.1 – Pliocene 
    Talpa romana  X X   3.75 – Pliocene 
    Plecotus sardus     X 2.68 – Pliocene 
Near-endemic 
    Crocidura sicula    X  5 - Pliocene or older 
    Sorex antinorii X X X   0.27 - Middle Pleistocene 
    Microtus savii X X    1.03 - Early Pleistocene 
    Arvicola italicus X X X   not reported 
 
 
Table 2. Extinct endemic species during Holocene in Italy (from Turvey 2009). 
 
Species Order Family Locality Notes 
Asoriculus similis Soricomorpha Soricidae Sardinia  
Prolagus sardus Lagomorpha Ochotonidae/Prolagidae Sardinia Historical record 1774 
Tyrrhenicola henseli Rodentia Arvicolidae Sardinia - Corsica  
Rhagamys orthodon Rodentia Muridae Sardinia - Corsica  
Meriones malatestae Rodentia Gerbillidae Lampedusa  
Praemegaceros cazioti Cetartiodactyla Cervidae Sardinia - Corsica  
 
   
 
 
 Biogeographia 33: 19–31 Amori & Castiglia, 2018 28 
REFERENCES 
Acevedo, P., Melo-Ferreira, J., Real, R. & Alves, P.C. (2014) Evidence for niche similarities in the allopatric sister species 
Lepus castroviejoi and Lepus corsicanus. Journal of Biogeography, 41, 977–986. DOI: 10.1111/jbi.12270 
Aloise, G. & Nappi, A. (2008) Erinaceomorfi, Soricomorfi, Lagomorfi e Roditori endemici dellʼItalia continentale ed 
insulare. In: Amori G., Contoli L., Nappi A. (eds). Mammalia II. Erinaceomorpha, Soricomorpha, Lagomorpha, 
Rodentia. Collana “Fauna d’Italia”. Vol. XLIV. Edizioni Calderini Il Sole 24 ORE Business Media, Milano, pp. 151. 
Aloise, G., Baldacchino, A.E. & Amori, G. (2011) Crocidura sicula Miller, 1900 (Mammalia, Soricidae): a possible new 
record from Comino island (Maltese Islands). Biodiversity Journal, 2, 145–148. 
Alves, P.C., Melo-Ferreira, J., Branco, M., Suchentrunk, F., Ferrand, N. & Harris, D.J. (2008) Evidence for genetic 
similarity of two allopatric European hares (Lepus corsicanus and L. castroviejoi) inferred from nuclear DNA 
sequences. Molecular Phylogenetics and Evolution, 46, 1191–1197. DOI: 10.1016/j.ympev.2007.11.010 
Amori, G. & Gippoliti, S. (2000) What do mammalogists want to save? Ten years of mammalian conservation biology. 
Biodiversity and Conservation, 9, 785–793. 
Amori, G., Angelici, F.M., Frugis, S., Gandolfi, G., Groppali, R., Lanza, B., Relini ,G. & Vicini, G. (1993) Vertebrata. In: 
Minelli, A., Ruffo, S., La Posta, S. (eds.) Checklist delle specie della fauna italiana, 110. Calderini, Bologna. 83 pp. 
Amori, G., Angelici, F.M. & Boitani, L. (1999) Mammals of Italy: a revised checklist of species and subspecies 
(Mammalia). Senckenbergiana Biologica, 79, 271–286. 
Amori, G., Gippoliti, S. & Luiselli, L. (2014) A short review of the roles of climate and man in mammal extinctions during 
the Anthropocene. Rendiconti Lincei, 25, 95–99. 
Angelici, F.M. & Spagnesi, M. (2008) Erinaceomorfi, Soricomorfi, Lagomorfi e Roditori endemici dellʼItalia continentale 
ed insulare. In: Amori G., Contoli L., Nappi A. (eds). Mammalia II. Erinaceomorpha, Soricomorpha, Lagomorpha, 
Rodentia. Collana “Fauna d’Italia”. Vol. XLIV. Edizioni Calderini Il Sole 24 ORE Business Media, Milano, pp. 260. 
Bannikova, A.A., Zemlemerova, E.D., Colangelo, P., Sözen, M., Sevindik, M., Kidov, A.A., Dzuev, R.I., Kryštufek, B. & 
Lebedev, V.S. (2015) An underground burst of diversity – a new look at the phylogeny and taxonomy of the genus 
Talpa Linnaeus, 1758 (Mammalia: Talpidae) as revealed by nuclear and mitochondrial genes. Zoological Journal of 
the Linnean Society, 175, 930–948. DOI: 10.1111/zoj.12298 
Benazzo, A., Trucchi, E., A. Cahill, J.A., Maisano Delser, P., Mona, S., Fumagalli, M., Bunnefeld, L., Cornetti, L., 
Ghirotto, S., Girardi, M., Ometto, L., Panziera, A., Rota-Stabelli, O., Zanetti, E., Karamanlidis, A., Groff, C., Paule, 
L., Gentile, L., Vilà, C., Vicario, S., Boitani, L., Orlando, L., Fuselli, S., Vernesi, C., Shapiro, B., Ciucci, P. & 
Bertorelle, G. (2017) Survival and divergence in a small group: The extraordinary genomic history of the endangered 
Apennine brown bear stragglers. Proceedings of the National Academy of Sciences USA, 114, 11799–11800. DOI: 
10.1073/pnas.1707279114 
Bezerra ,A.M.R., Annesi, F., Aloise, G., Amori, G., Giustini, L. & Castiglia, R. (2016) Integrative taxonomy of the Italian 
pine voles, Microtus savii group (Cricetidae, Arvicolinae). Zoologica Scripta, 45, 225–236. DOI: 10.1111/zsc.1215 
Bilton, D.T., Mirol, P.M., Mascheretti, S., Fredga, K., Zima, J. & Searle, J.B. (1998) Mediterranean Europe as an area of 
endemism for small mammals rather than a source for northwards postglacial colonization. Proceedings of the Royal 
Society of London B: Biological Sciences, 265, 1219–1226. DOI: 10.1098/rspb.1998.0423 
Bininda-Emonds O.R.P., Cardillo, M., Jones, K.E., Ross, MacPhee D.E., Beck, R.M.D., Grenyer, R., Price, S.A., Vos, R.A., 
Gittleman, G.L. & Purvis, A (2007) The delayed rise of present-day mammals. Nature, 446, 507–512. DOI: 
10.1038/nature05634 
Bisconti, R., Canestrelli, D., Colangelo, P. & Nascetti, G. (2011) Multiple lines of evidence for demographic and range 
expansion of a temperate species (Hyla sarda) during the last glaciations. Molecular Ecology, 20, 5313–5327. DOI: 
10.1111/j.1365-294X.2011.05363.x 
Bisconti, R., Aloise, G., Sinclari, A., Fava, V., Provenzano, M., Arduino, P., Chiocchio, A., Nascetti, G. & Canestrelli, D. 
(2017) Forest dormouse (Dryomys nitedula) populations in southern Italy belong to a deeply divergent evolutionary 
lineage. bioRxiv 210070. DOI: 10.1101/210070 
Brace, S., Ruddy, M., Miller, R., Schreve, D.C., Stewart, J.R. & Barnes, I. (2016) The colonization history of British water 
vole (Arvicola amphibious (Linnaeus, 1758)): origins and development of the Celtic fringe. Proceedings of the Royal 
Society of London B: Biological Sciences, 283, 20160130. DOI: 10.1098/rspb.2016.0130 
Brünner, H., Lugon-Moulin, N. & Hausser, J. (2002) Alps, genes, and chromosomes: Their role in the formation of species 
in the Sorex araneus group (Mammalia, Insectivora), as inferred from two hybrid zones. Cytogenetics and Genome 
Research, 96, 85–96. DOI: 10.1159/000063039 
Cagnin, M. (2008) Erinaceomorfi, Soricomorfi, Lagomorfi e Roditori endemici dellʼItalia continentale ed insulare. In: 
Amori G., Contoli L., Nappi A. (eds). Mammalia II. Erinaceomorpha, Soricomorpha, Lagomorpha, Rodentia. 
Collana “Fauna d’Italia”. Vol. XLIV. Edizioni Calderini Il Sole 24 ORE Business Media, Milano, pp. 451. 
Amori & Castiglia, 2018 Biogeographia 33: 19–31   29
Capizzi, D. & Filippucci, M.G. (2008) Erinaceomorfi, Soricomorfi, Lagomorfi e Roditori endemici dellʼItalia continentale 
ed insulare. In: Amori G., Contoli L., Nappi A. (eds). Mammalia II. Erinaceomorpha, Soricomorpha, Lagomorpha, 
Rodentia. Collana “Fauna d’Italia”. Vol. XLIV. Edizioni Calderini Il Sole 24 ORE Business Media, Milano, pp. 427. 
Carpaneto, G.M & Vigna Taglianti, A. (2009) Inquadramento biogeografico e corologico dei mammiferi italiani. In: Amori 
G., Battisti C. e De Felici S. (Editors). I Mammiferi della Provincia di Roma. Provincia di Roma, Stilgrafica, Roma, 
pp. 47–53. 
Castiglia, R., Annesi, F., Aloise, G. & Amori, G. (2008) Systematics of the Microtus savii complex (Rodentia, Cricetidae) 
via mitochondrial DNA analyses: paraphyly and pattern of sex chromosome evolution. Molecular Phylogenetics and 
Evolution, 46, 1157–1164. DOI: 10.1016/j.ympev.2007.12.005 
Castiglia, R., Aloise, G., Amori, G., Annesi, F., Bertolino, S., Capizzi, D., Mori, E. & Colangelo, P. (2016) The Italian 
peninsula hosts a divergent mtDNA lineage of the water vole, Arvicola amphibius s.l., including fossorial and 
aquatic ecotypes. Hystrix, the Italian Journal of Mammalogy, 27, 99–103. DOI: 10.4404/hystrix-27.2-11588 
Civitelli, M. V., Filippucci, M. G., Kurtonur, C. & Özkan, B. (1995) Chromosome analysis of three species of Myoxidae. 
Hystrix, 6, 117–126. 
Colangelo, P., Bannikova, A.A., Kryštufek, B., Lebedev, V.S., Annesi, F., Capanna, E. & Loy, A. (2010) Molecular 
systematics and evolutionary biogeography of the genus Talpa (Soricomorpha: Talpidae). Molecular Phylogenetics 
and Evolution, 55, 372–380. DOI: 10.1016/j.ympev.2010.01.038 
Colangelo, P., Aloise, G., Franchini, P., Annesi, F. & Amori, G. (2012a) Mitochondrial DNA reveals cryptic diversity and 
an ancestral lineage of the bank vole in the Italian peninsula. Journal of Zoology, 287, 41–52. DOI: 10.1111/j.1469-
7998.2011.00884.x 
Colangelo, P., Loy, A., Huber, D., Gomercic´, T., Vigna Taglianti, A. & Ciucci, P. (2012b) Cranial distinctiveness in the 
Apennine brown bear: genetic drift effect or ecophenotypic adaptation? Biological Journal of the Linnean Society, 
107, 15–26. DOI: 10.1111/j.1095-8312.2012.01926.x 
Corlatti, L., Lorenzini, R. & Lovari, S. (2011) The conservation of the chamois Rupicapra spp. Mammal Review, 41, 163–
174. DOI: 10.1111/j.1365-2907.2011.00187.x 
Cuttelod, A., García, N., Abdul Malak, D., Temple, H. & Katariya, V. (2008) The Mediterranean: a biodiversity hotspot 
under threat. In: J.-C. Vié, C. Hilton-Taylor and S.N. Stuart (eds). The 2008 Review of The IUCN Red List of 
Threatened Species . IUCN Gland, Switzerland. 
Doan, K., Zachos, F.E., Wilkens, B., Vigne, J.-D., Piotrowska, N., Stanković, A., Jędrzejewska, B., Stefaniak, K. & 
Niedziałkowska, M. (2017) Phylogeography of the Tyrrhenian red deer (Cervus elaphus corsicanus) resolved using 
ancient DNA of radiocarbon-dated subfossils. Scientific Reports, 7, 2331. DOI: 10.1038/s41598-017-02359-y 
Filipi, K., Markova, S., Searle, J.B. & Kotlik, P. (2015) Mitogenomic phylogenetics of the bank vole Clethrionomys 
glareolus, a model system for studying end-glacial colonization of Europe. Molecular Phylogenetics and Evolution, 
82, 245–257. DOI: 10.1016/j.ympev.2014.10.016 
Filippucci, M.G., Kryštufek, B., Simson, S., Kurtonur, C. & Özkan, B. (1995) Allozymic and biometricvariation in 
Dryomys nitedula (Pallas, 1778). Hystrix, 6, 127–140. DOI: 10.4404/hystrix-6.1-2-4022 
Fumagalli, L., Taberlet, P., Stewart, D.T., Gielly, L., Hausser, J. & Vogel, P. (1999) Molecular phylogeny and evolution of 
Sorex shrews (Soricidae: Insectivora) inferred from mitochondrial DNA sequence data. Molecular Phylogenetics & 
Evolution, 11, 222–235. DOI: 10.1006/mpev.1998.0568 
Galimberti, A., Spada, M., Russo, D., Mucedda, M., Agnelli, P., Crottini, A., Ferri, E., Martinoli, A. & Casiraghi, M. (2012) 
Integrated Operational Taxonomic Units (IOTUs) in echolocating bats: a bridge between molecular and traditional 
taxonomy. PLoS ONE, 7, e40122. DOI: 10.1371/journal.pone.0040122 
Galleni, L., Tellini, A., Stanyon, R., Cicalo, A. & Santini, L. (1994) Taxonomy of Microtus savii (Rodentia, Arvicolidae) in 
Italy: cytogenetic and hybridization data. Journal of Mammalogy, 75, 1040–1044. 
Gippoliti, S. (2013) Checklist delle specie di mammiferi italiani (esclusi Mysticeti e Odontoceti). Un contributo per la 
conservazione della biodiversità. Bollettino del Museo Civico di Storia Naturale di Verona, (Botanica Zoologia), 37: 
7–28. 
Gornung, E., Volleth, M., Capanna, E. & Castiglia, R. (2008) Comparative cytogenetics of moles (Eulipotyphla, Talpidae): 
chromosomal differences in Talpa romana and T. europaea. Cytogenetic and Genome Research, 121, 249–254. DOI: 
10.1159/000138892 
Gornung E., Cristaldi, M. & Castiglia, R. (2009) Comparative cytogenetic analysis of the “Sylvaemus” group of Apodemus 
(Rodentia, Muridae): A. sylvaticus from Sicily and A. flavicollis from the central Apennines. Acta Theriologica, 54, 
267–275. DOI: 10.4098/j.at.0001–7051.081.2008 
Gornung, E., Bezerra, A.M.R. & Castiglia, R. (2011) Comparative chromosome mapping of the rRNA genes and telomeric 
repeats in three Italian pine voles of the Microtus savii s.l. complex (Rodentia, Cricetidae). Comparative 
Cytogenetics, 5, 247–257. DOI: 10.3897/CompCytogen.v5i3.1429 
 Biogeographia 33: 19–31 Amori & Castiglia, 2018 30 
Graf, J.D., Hausser, J., Farina, A. & Vogel, P. (1979) Confirmation du statut spécifique de Sorex samniticus Altobello, 1926 
(Mammalia, Insectivora). Bonner zoologische Beiträge, 30, 14–21. 
Grill, A., Amori, G., Aloise, G., Lisi, I., Tosi, G., Wauters, L. & Randi, E. (2009) Molecular phylogeography of European 
Sciurus vulgaris: refuge within refugia? Molecular Ecology, 18: 2687–2699. DOI: 10.1111/j.1365-
294X.2009.04215.x 
Groves, C.P. & Grubb, P. (2011) Ungulate taxonomy. The John Hopkins University Press, Baltimore 
Groves, C.P. & Leslie, Jr D.M. (2011) Family Bovidae (Hollow-Horned ruminants). Pp 444-779. In: Wilson D.E. & 
Mittermeier R.A., eds. Handbook of the Mammals of the world. Vol 2 Hoofed Mammals. Lynx edition, Barcelona. 
Hürner, H., Krystufek, B., Sarà, M., Ribas, A., Ruch, T., Sommer, R., Ivashkina, V. & Michaux, J.R. (2010) Mitochondrial 
phylogeography of the edible dormouse (Glis glis) in the Western Palearctic Region. Journal of Mammalogy 91: 
233–242. DOI: 10.1644/08-MAMM-A-392R1.1 
Kiefer, A. (2007) Phylogeny of western Palaearctic long-eared bat (Mammalia, Chiroptera, Plecotus) - A molecular 
perpective. Johannes Gutenberg - Universität in Mainz. 
Kryštufek, B., Koren, T., Engelberge,r S., Horváth, G.F., Purger, J.J., Arslan, A., Chişamera, G. & Murariu, D. (2015) 
Fossorial morphotype does not make a species in water voles. Mammalia, 79: 293–303. DOI: 10.1515/mammalia-
2014-0059 
Krystufek, B., Vohralik, V. & Obuch, J. (2009) Endemism, vulnerability and conservation issue for small terrestrial 
mammals from the Balkans and Anatolia. Folia Zoologica, 58, 291–302. 
Lapini, L. & Testone, R. (1998) Un nuovo Sorex dell’Italia nord-orientale Mammalia: Insectivora: Soricidae). Gortania – 
Atti del Museo Friulano di Storia Naturale, 20, 233–252. 
Lo Brutto, S., Sarà, M. & Arculeo, M. (2011) Italian Peninsula preserves an evolutionary lineage of the fat dormouse Glis 
glis L. (Rodentia: Gliridae). Biological Journal of the Linnean Society, 102: 11–21. DOI: 10.1111/j.1095-
8312.2010.01573.x 
Loy, A. (2008) Erinaceomorfi, Soricomorfi, Lagomorfi e Roditori endemici dellʼItalia continentale ed insulare. In: Amori 
G., Contoli L., Nappi A. (eds). Mammalia II. Erinaceomorpha, Soricomorpha, Lagomorpha, Rodentia. Collana 
“Fauna d’Italia”. Vol. XLIV. Edizioni Calderini Il Sole 24 ORE Business Media, Milano, pp. 120. 
Mace, G.M., Gittleman, J.L. & Purvis, A. (2003) Preserving the tree of life. Science, 300: 1707–1709. DOI: 
10.1126/science.1085510 
Maiorano, L., Amori, G., Capula, M., Falcucci, A., Masi, M., Montemaggiori, A., Pottier, J., Psomas, A., Rondinini, C., 
Russo, D., Zimmermann, N.E., Boitani, L. & Guisan, A. (2013) Threats from climate change to terrestrial vertebrate 
hotspots in Europe. PLoS ONE, 8(9), e74989. DOI: 10.1371/journal.pone.0074989 
Masseti, M. (2016) The wild goat, Capra aegagrus Erxleben, 1777, of the island of Montecristo (Northern Tyrrhenian Sea, 
Italy): does it still exist? Mammalia, 80, 125–141. DOI: 10.1515/mammalia-2014-0168 
Melo-Ferreira, J., Boursot, P., Carneiro, M., Esteves, P.J & Alves, P.C. (2012) Recurrent introgression of mitochondrial 
DNA among hares (Lepus spp.) revealed by species-tree inference and coalescent simulations. Systematic Biology, 
61, 367–381. DOI: 10.1093/sysbio/syr114 
Mengoni, C., Mucci, N. & Randi, E. (2015) Genetic diversity and no evidences of recent hybridization in the endemic 
Italian hare (Lepus corsicanus). Conservation Genetics 16 (2): 477–489. DOI: 10.1007/s10592-014-0674-0 
Michaux, J.R., Magnanou, E., Paradis, E., Nieberding, C. & Libois, R. (2003) Mitochondrial phylogeography of the 
Woodmouse (Apodemus sylvaticus) in the Western Palearctic region. Molecular Ecology, 12, 685–697. DOI: 
10.1046/j.1365-294X.2003.01752.x 
Minelli, A., Ruffo, S. & Stoch, F. (2006) Endemism in Italy. In: Checklist and distribution of the Italian fauna. Memorie 
Museo Civico Storia Naturale Verona, 2 Serie, Sezione Scienze della Vita, 17, 29–31.  
Moritz, G. (1994) Defining “Evolutionary Significant Units” for conservation. Trends in Ecology & Evolution, 9: 373–375. 
DOI: 10.1016/0169-5347(94)90057-4 
Mouton, A., Mortelliti, A., Grill, A., Sarà, M., Kryštufek, B., Juškaitis, R., Latinne, A., Amori, G., Randi, E., Büchner, S., 
Schulz, B., Ehlers, S., Lang, J., Adamik, P., Verbeylen, G., Dorenbosch, M., Trout, R., Elmeros, M., Aloise, G., 
Mazzoti, S., Matur, F., Poitevin, F. & Michaux, J.R. (2017) Evolutionary history and species delimitations: a case 
study of the hazel dormouse, Muscardinus avellanarius. Conservation Genetics, 18, 181-196. DOI: 10.1007/s10592-
016-0892-8 
Mucedda, M., Kiefer, A., Pidinchedda, E. & Veith, M. (2002) A new species of longeared bat (Chiroptera, Vespertilionidae) 
from Sardinia (Italy). Acta Chiropterologica, 4, 121–135. DOI: 10.3161/001.004.0202 
Nappi, A. & Aloise, G. (2008) Erinaceomorfi, Soricomorfi, Lagomorfi e Roditori endemici dellʼItalia continentale ed 
insulare. In: Amori G., Contoli L., Nappi A. (eds). Mammalia II. Erinaceomorpha, Soricomorpha, Lagomorpha, 
Rodentia. Collana “Fauna d’Italia”. Vol. XLIV. Edizioni Calderini Il Sole 24 ORE Business Media, Milano, pp. 167. 
Olson, D.M., Dinerstein, E., Wikramanayake, E.D., Burgess, N.D., Powell, G.V.N., Underwood, E.C., D’amico, J.A., Itoua, 
I., Strand, H.E., Morrison, J.C., Loucks, C.J., Allnutt ,T.F., Ricketts, T.H., Kura, Y., Lamoreux, J.F., Wettengel, 
Amori & Castiglia, 2018 Biogeographia 33: 19–31   31
W.W., Hedao, P. & Kassem, K.R. (2001) Terrestrial Ecoregions of the World: A New Map of Life on Earth. 
BioScience, 51, 933–938.  
Ranchelli, E., Barfknecht, R., Capizzi, D., Riga, F., Mazza, V., Dell’Agnello, F. & Zaccaroni, M. (2016) From biology to 
management of Savi's pine vole (Microtus savii). Pest Management Science, 72, 857–863. DOI: 10.1002/ps.4212 
Redding, D.W. & Mooers, A.O. (2006) Incorporating evolutionary measures into conservation prioritization. Conservation 
Biology, 20, 1670–1678. DOI: 10.1111/j.1523-1739.2006.00555.x 
Rodriguez, F., Perez, T., Hammer, S., Albornoz, J. & Dominguez, A. (2010) Integrating phylogeographic patterns of micro 
satellite and mtDNA divergence to infer the evolutionary history of chamois (genus Rupicapra). BMC Evolutionary 
Biology, 10, 222. DOI: 10.1186/1471-2148-10-222 
Rondinini, C., Battistoni, A., Peronace, V. & Teofili, C. (2013) Lista Rossa IUCN dei Vertebrati italiani. Comitato Italiano 
IUCN e Ministero dell’ Ambiente e della Tutela del Territorio e del Mare, Roma. 
Rosauer, D. & Jetz, W. (2015) Phylogenetic endemism in terrestrial mammals. Global Ecology and Biogeography, 24, 168–
179. DOI: 10.1111/geb.12237 
Salicini, I., Ibáñez, C. & Juste, I. (2013) Deep differentiation between and within Mediterranean glacial refugia in a flying 
mammal, the Myotis nattereri bat complex. Journal of Biogeography, 40, 1182–1193. DOI: 10.1111/jbi.12062 
Sarà, M. (2008) Erinaceomorfi, Soricomorfi, Lagomorfi e Roditori endemici dellʼItalia continentale ed insulare. In: Amori 
G., Contoli L., Nappi A. (eds). Mammalia II. Erinaceomorpha, Soricomorpha, Lagomorpha, Rodentia. Collana 
“Fauna d’Italia”. Vol. XLIV. Edizioni Calderini Il Sole 24 ORE Business Media, Milano, pp. 216. 
Scalera, R. & Angelici, F. M. (2002) Rediscovery of the Apennine Hare Lepus corsicanus in Corsica. Museo Regionale di 
Scienze Naturali Bollettino (Turin), 20, 161–166. 
Senczuk, G., Colangelo, P., De Simone, E., Aloise, G. & Castiglia, R. (2017) A combination of long term fragmentation and 
glacial persistence drove the evolutionary history of the Italian wall lizard Podarcis siculus. BMC Evolutionary 
Biology, 17, 6. DOI: 10.1186/s12862-016-0847-1 
Swenson, J.E., Taberlet, P. & Bellemain, E. (2011) Genetics and conservation of European brown bears Ursus arctos. 
Mammal Review, 41, 87–98. DOI: 10.1111/j.1365-2907.2010.00179.x 
Tougard, C. (2017) Did the Quaternary climatic fluctuations really influence the tempo and mode of diversification in 
European rodents? Journal of Zoological Systematic and Evolutionary Research, 55, 46–56. DOI: 10.1111/jzs.12152 
Turvey, S.T. (2009) Holocene mammal extinctions. In: Turvey S.T. (ed.) “Holocene extinctions” Oxford University Press: 
41–61. 
Vega, R., Amori, G., Aloise, G., Cellini, S., Loy, A. & Searle, J.B. (2010) Genetic and morphological variation in a 
Mediterranean glacial refugium: evidence from Italian pygmy shrew (Sorex minutus Mammalia, Soricomorpha). 
Biological Journal of the Linnean Society, 100, 774–787. DOI: 10.1111/j.1095-8312.2010.01454.x 
Vigne, J-D. (1992) Zooarchaeology and the biogeographical history of the mammals of Corsica and Sardinia since the last 
Ice Age. Mammal Review, 22, 87–96. DOI: 10.1111/j.1365-2907.1992.tb00124.x 
Vogel, P. (1999) Colonisation capacity of the Greater white-toothed shrew Crocidura russula: an experimental study. 
Säugetierkundliche Mitteilungen, 44, 37–47. 
Vogel, P., Cosson, J.C. & Lopez Jurado, L.F. (2003) Taxonomic status and origin of the shrews (Soricidae) from the Canary 
islands inferred from a mtDNA comparison with the European Crocidura species. Molecular Phylogenetics and 
Evolution, 27, 271–282. DOI: 10.1016/S1055-7903(02)00403-7 
Wauters, L.A., Amori, G., Aloise, G., Gippoliti, S., Agnelli, P., Galimberti, A., Casiraghi, M., Preatoni, D. & Martinoli, A. 
(2017) New endemic mammal species for Europe: Sciurus meridionalis (Rodentia, Sciuridae). Hystrix, the Italian 
Journal of Mammalogy, 28, 1–18. DOI: 10.4404/hystrix-28.1-12015 
Weinberg, P., Jdeidi, T., Masseti, M., Nader, I., de Smet, K. & Cuzin, F. (2008) Capra aegagrus. The IUCN Red List of 
Threatened Species 2008, e.T3786A10076632. DOI: 10.2305/IUCN.UK.2008.RLTS.T3786A10076632.en  
Yannic, G., Basset, P. & Hausser, J. (2008) A new perspective on the evolutionary history of western European Sorex 
araneus group revealed by paternal and maternal molecular markers. Molecular Phylogenetics and Evolution, 47, 
237–250. DOI: 10.1016/j.ympev.2008.01.029 
Yannic, G., Pellissier, L., Dubey, S., Vega, R., Basse, P., Mazzotti, S., Pecchioli, E., Vernesi, C., Hauffe, H.C., Searle, J.B. 
& Hausser, J. (2012) Multiple refugia and barriers explain the phylogeography of the Valais shrew, Sorex antinorii 
(Mammalia: Soricomorpha). Biological Journal of the Linnean Society, 105, 864–880. DOI: 10.1111/j.1095-
8312.2011.01824.x 
 
Submitted: 16 June 2017 
First decision: 29 August 2017 
Accepted: 8 February 2018 
Edited by Fabricio Villalobos 
